Control and knockdown HepG2 cells from 3 independent biological replicates were collected. The cells were washed in PBS, then fixed in 70% ethanol for 30min at -20 °C. The fixed cells were washed three times, and resuspended in PBS containing 10 μg/mL of RNase A for 30 min, and then incubated with 10 μg/mL propidium iodide (PI) for 30 min in the dark. Subsequently, the samples were acquired in a FACSCanto II system and propidium iodide incorporation estimated using the FACSDivasoftware. For each measurement, at least 15,000 cells were acquired. Analysis of cell cycle was performed using the Watson modeling algorithm from the Flowjo software.
ChIP-QPCR analysis of the enrichment of histone H3 on rDNA. Crosslinked chromatin from HeLa cells was immuno-precipitated with the H3 antibody, DNA was analysed by QPCR using sets of primers indicated in Figure 1A . The percentage of DNA immuno-precipitated with anti-H3 antibody was calculated relative to the ChIP input DNA. Values are means ± SD (standard deviation) derived from three independent ChIP experiments, each tested by at least three independent QPCR reactions. B. Distribution of macroH2A1 after normalization with histone H3 occupancies; the ChIP-QPCR data shown in Figure 1B have been normalized with Histone H3 data. ] orthophosphate was added to the medium (125 mCi/ml) for 3 hours, then total RNA was extracted. The 32 P-labelled RNAs corresponding to an equal number of cells were resolved on 1% MOPS-formaldehyde gels and exposed on a Fujifilm FLA-5100 scanner. 
